
Start crop Point End crop Point

MSA length = 7531
AGGCGA - - - AA T T CCAGGAG - - - - - - T T T C TGAA T T T C T - - T T TGAAGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGTG - - - - T CA TGTGAGA TGTGAGGT T AGG - - - T T AACAACAAC T - TGCG
A - - - - - - A T T T T T CCAAACC - - - - - - - - - - - - - - - - - - - GGAAAGACACAAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACA T - - - CAA T A T AAAA T AAAA T AAAAAAA T T C T T AC TGCCGT T - - - - -
AAGGT A - - - A T - T CAAAAACA T A T T CA T T T T T A T T A T T T - AA TGGACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - CA T T T T AAGCAC TGA TGT C T A T T T T C T C T T A T T A T AGT T - T AC T
- - - - - - - - - - - - T T CAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGC T A T AA T CACA T T AAA T A T AAAA T T AGA - - - - - - - - - - - - - - - - - - - -
T T T C T T - A T A T A T CA T AGCC T TGT T AGT T T T AAACA T T T - - - - - CAAGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGTGT T AA T T AAAA T AAGAAAAA T A T AAGAAC T T T T C T T T CAAC T - A T T T
AC T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACACGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGTG - - - - - - - - - - - - - - CAAAAA T T AC - - - - - - - - - - AAAAA T T - AA T T
- T CACA - - - A T - - - - - - - - - - - - - - - T T T T CGAAC T T C T - - T T T CCAGCGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGCG - - - - T T T C T C - - - - - - - - - - - T TGGCC T T C T T A T T AGAA T T - T T T T
A T A T T T - - - A T - - - - - - - - - - - - - - - T T CC T AAA TGT T T - - T T T T A T ACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - - T T T T T T T C T ACAAAGGA T T AGCACGT T T A T TGC T A T T - GGT A
- - - - - - - A TGT T TGT AAA TGAAAAAC - - - - - - - - - - - - - - - CGT T ACGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT T T AAA T C T - AGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGAAACA T T - - - - - - - - - - - - AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - - T T T C T TGCAA T ACAG - - - - - - - - - - - - - A T AGT T A T T - T T TG
- - - - - - - A T ACC T CCCGAA T ACGAA TGGC T CCGACACGC - - GACCACACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T C - CACA
T T T T A T - - - AGT T C T CAAG - A T A TGT T T T CC T AACGAA - - - - - T CCCA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGA - - - T T T T AGAGAA T AGAAAAAAGAAA - - - T C T T T AAAA T T - AAGG
C T T CA T AA T T C T CC T AAGGAGGGA T A T T T A T A T T C T T A T AAG - - - - CA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TG - - - - - - - - - - - - - - CGAAAGT T AGGG - - T T T T AAGAA T T T TGAAA T
AA T CGT A - T A T C T CAAAACCGCGT T A T T T T T AA T C T TGGGAGA T T A TGT AAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT TGT AA - - - T T C TGT A TGT TGGA T AC T A T AG - - T T T A TGAAAAAA T - - AA T
- - - - - - - - - - - - CCAAAGAC - - - - - - - - - - - - - - - - - - - - - GT T T T AGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGTGT - - - - - - - - - - - - - T T TGGACGTGGT A T T T T T ACAAACA T TGAGT T
- - - - - - - - - - - - T T T A - - - - - - - - - - T T T A TGAAC T T TG - - C T C TGCA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - - T CACAC TGCA TGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - T C TGAAGAAAAAA T ACC T T TGT TGAGT - - T T ACACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC T T T AAAAGCC T A T AA TGA T T A T T AAGGC T T T C T AA T AGT A T T AA T T T
A T CA T T AA T A T T T CCCGAGT A T CAA T T T T T T CA T T T T T - - - - T TGAAGC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGC T - - - - GT A T T C T T AC T ACAAAAAAAA T A - - - - - - - - - - - - - - - - - - -
GGT CGCGC T A T T T T T T TGGC T CAGT TGT CGT AAAA T T T TGAAAC T T CA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGC T AA - - - - - - - - - - T TGAGTGT AAAAAA T T T T AAA T AA T T T A T A T C
- - - - - - - - - - - - T T T AGAA T ACACCA T A T ACGGGT T A T T - - C T TGT CA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGT T AGTGGA T C T AAA T A T AGAGT AGCA - - - T T T CA T A T A T C T - AA T T
GA T TGTG - - - - - CGGAAAA - - - - - - - T T T CGT AACGCGCCGA T C T ACACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGT T - - CC TGT T A T T T T T T AAGAGT AACA T TGC T T C TGT T A T T - - - - -
- - - - - - - A TGT C T C T AAAA T AAAAACAGGT AAA T CA T A T - - T A T T ACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC TG - - - - - - - - - - - - - TGGAGT AA T AGG - - - ACCC T AAAAA T T T ACC T
A T T CAC - - - A T T T T T AG - - - A T AAAC T T C T T T A T TGT T T - - T T - - - AGCAAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGCAAAAA T T T T T C TGT A T - - - - - - T TGCCA T T T T T C T T T C T T T T - TGT A
A T C T A T - - - A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA T A TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT T A TG - - - - - - - - - - - T AA T A T AGA TGAAAA - - - - - - - - T AAAA T T - AA T T
- - - - - - - A T T C T T T AAAAAGACACC T AA T T T T T T CACA TGA T T AGCCAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC T A - - - C T T AACGT T T CAAGAGGT A T A T - - CCC T CC TGT CGT CAAGCA
AAA T A TG - - - - - T T T AAAA T AAA T T AA T T T AGAAC T T T - - - AA T C T CACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGG - - - T TGC T ACAGA T TGGCCC T AAA T A T T TGAGC T A T A T T T AAAC T
AAA T A TG - - - - - T T T AAAA T AAA T T AA T T T AGAAC T T T - - - AA T C T CACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGG - - - T TGC T ACAGA T TGGCCC T AAA T A T T TGAGC T A T A T T T AAAC T
AAA T A TG - - - - - T T T AAAA T AAA T T AA T T T AGAAC T T T - - - AA T C T CACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGG - - - T TGC T ACAGA T TGGCCC T AAA T A T T TGAGC T A T A T T T AAAC T
T T T T T T - - - A T T TGT AAA T - AAA - - - - - - - - - - - - - - - - - - - - T AGGA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGTGA TG - - - - - - - - - - - T AA T ACAAAAGTGGC - - - - - - - - - - A TGT T - T ACA
GT T A T CG - - - - - T CAAAACGCCGCGAGT T AGAAGAGTGTGGCAACACA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGT - - - GA T CA TGGCA T A T AAGT T AAAAA - - - - - - - - - - - - - - - AA T T
A - - - - - - ACGT C T T CGAGA T ACAGAAAC T CAGT AAA T T A - A TGCGACACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T T T CCCAAAAC T T AAGT CGC TG - - - - - - - - - - - - - T TGAAAA T AACAA T T T T A T T T T T T CC T - - - - -
- - - - - - - - - - - - T ACAAA - - ACACACAA T A T T A T T A T T T - - - - - - - CGT AAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - - GT A T T CAGGT CACAG - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T T CG - - - - - TGT AAA T A - - - - - - - - - - - - - - - - - - - GA T A T CACGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CGACGGAGGT T AAC T T
A T T T AC - - T A T T C T T T AGG - A T ACACGC T ACGA T CAACA - - GT T T ACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC - - - - - - - - - - - - - - - TGAAAAGT T AAA - - - - - - - - T AA T T T T - GA T T
GT T T A T - - - - - - TGCGAAAAAGACA T T T T CAAGAGGT T T - - GT T CACACGAGT T A T ACGACAC T AAAGTGA TGAGT AGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGT - - - - - - - - - AAAA TGAAA T A T AAA T C - CAA T T T T AAAA T T - T T T T
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TE: ltr_1_family_696.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 7531bp; fragments: 268; full length: 32 (>=6777.9bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7531 bp
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TE: ltr_1_family_696.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7831bp; fragments: 266; full length: 32 (>=7047.9bp)

TE consensus (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000 7000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_696

 size: 6215bp; fragments: 608; full length: 3 (>=5593.5bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000 6000

80
10

0
12

0
14

0
16

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000 6000

0
10

00
20

00
30

00
40

00
50

00
60

00

TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 6215 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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